. Comparison of the sequence of SynFtn with those of selected other ferritins. The area shaded in blue denotes those residues that comprise the 3-fold channel with the positions of the two conserved carboxylates of the animal proteins marked by blue triangles. The area shaded orange denotes the residues that comprise the 4-fold channel. Red shading indicates residues that line the B-channel of prokaryotic ferritins and green shading the positions of the 'transfer carboxylates' identified in Frog M and Human H ferritin. The proteins shown are ferritin heavy chain from Homo sapiens (HumanH), ferritin middle subunit from Rana catesbeiana (FrogM), ferritin heavy chain from Equus caballus (HorseH), ferritin heavy chain from Oryctolagus cuniculus (RabbitH), ferritin heavy chain from Mus musculus (MouseH), ferritin 1 from Glycine max (Soybean), ferritin 1 from Zea mays (Maize), ferritin 1 from Pisum sativum (Pea), non-heme ferritin FtnA from Escherichia coli (Ecoli), non-heme ferritin from Campylobacter jejuni (Cjejuni), nonheme ferritin from Helicobacter pylori (Hpylori), ferritin from Vibrio cholera (Vcholerae) and ferritin from Yersinia pestis (Ypestis). Figure S2 . The B-channel of SynFtn is capped by an N terminal extension of the peptide chain. The image shows the B-channel of SynFtn formed at the intersection of three subunit monomers (PDB entry 6GKA) overlaid with an orange sphere at the position at which an iron ion was observed in the structure of E44Q PmFtn soaked overnight in a Fe 2+ containing solution (PDB entry 4ZKH). The brown mesh represents the surface of the N terminal of SynFtn, which is an extension relative to E. coli FtnA, the most extensively characterized of the prokaryotic Ftn proteins. Figure S3 . Comparison of the crystal structure of wild type and variant D137A SynFtn. Oxygen atoms coloured red, nitrogen blue, sulphur orange and carbon cyan (wild type) or white (D137A). The position of the mutated residue is marked by the red elipse. Magnetic Field (Gauss) Figure S7 . Comparison of the crystal structure of wild type and variant E62A SynFtn. Oxygen atoms coloured red, nitrogen blue, sulphur orange and carbon cyan (wild type) or white (E62A). The position of the mutated residue is marked by the red elipse. Table S3 . Refined fractional occupancies of metal binding sites in SynFtn mutants. Soak solutions comprised the well solution with 5 mM Fe 2+ and the pH adjusted to 6.5. Crystals were soaked for either 2 or 20 min prior to freezing. 
